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SEQUENCE LISTING 

SEQ ID NO: 1 is murine mAb 1021 Light Chain nucleic acid sequence. 

SEQ ID NO: 2 is murine mAb 1021 Light Chain amino acid sequence. 
5 SEQ ID NO: 3 is murine mAb 1021 Heavy Chain nucleic acid sequence. 

SEQ ID NO: 4 is murine mAb 1021 Heavy Chain amino acid sequence. 

SEQ ID NO: 5 is murine mAb 2471 Light Chain nucleic acid sequence. 

SEQ ID NO: 6 is murine mAb 2471 Light Chain amino acid sequence. 

SEQ ID NO: 7 is murine mAb 2471 Heavy Chain nucleic acid sequence. 
10 SEQ ID NO: 8 is murine mAb 2471 Heavy Chain amino acid sequence. 

SEQ ID NO: 9 is murine mAb 3821 Light Chain nucleic acid sequence. 

SEQ ID NO: 10 is murine mAb 3821 Light Chain amino acid sequence. 

SEQ ID NO: 1 1 is murine mAb 3821 Heavy Chain nucleic acid sequence. 

SEQ ID NO: 12 is murine mAb 3821 Heavy Chain amino acid sequence. 
15 SEQ ID NO: 13 is murine mAb 1021 Heavy Chain CDR1 amino acid sequence. 

SEQ ID NO: 14 is murine mAb 1021 Heavy Chain CDR2 amino acid sequence. 

SEQ ID NO: IS is murine mAb 1021 Heavy Chain CDR3 amino acid sequence. 

SEQ ID NO: 16 is murine mAb 2471 Heavy Chain CDR1 amino acid sequence. 

SEQ ID NO: 17 is murine mAb 2471 Heavy Chain CDR2 amino acid sequence. 
20 SEQ ID NO: 1 8 is murine mAb 2471 Heavy Chain CDR3 amino acid sequence. 

SEQ ID NO: 19 is murine mAb 3821 Heavy Chain CDR1 amino acid sequence. 

SEQ ID NO: 20 is murine mAb 3821 Heavy Chain CDR2 amino acid sequence. 

SEQ ID NO: 21 is murine mAb 3821 Heavy Chain CDR3 amino acid sequence. 

SEQ ID NO: 22 is murine mAb 1021 Light Chain CDR1 amino acid sequence. 
25 SEQ ID NO: 23 is murine mAb 1021 Light Chain CDR2 amino acid sequence. 

SEQ ID NO: 24 is murine mAb 1021 Light Chain CDR3 amino acid sequence. 

SEQ ID NO: 25 is murine mAb 2471 Light Chain CDR1 amino acid sequence. 

SEQ ID NO: 26 is murine mAb 2471 Light Chain CDR2 amino acid sequence. 

SEQ ID NO: 27 is murine mAb 2471 Light Chain CDR3 amino acid sequence. 
30 SEQ ID NO: 28 is murine mAb 3821 Light Chain CDR1 amino acid sequence. 

SEQ ID NO: 29 is murine mAb 3821 Light Chain CDR2 amino acid sequence. 

SEQ ID NO: 30 is murine mAb 3821 Light Chain CDR3 amino acid sequence. 
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SEQUENCE LISTING 

<U0> Eli Lilly and Company 

<120> Binding Compositions; related reagents 

<130> X16230 

<150> 60/485,820 
<151> 2004-07-09 

<160> 30 

<170> Patentln version 3.2 

<210> 1 
<211> 699 
<212> DNA 



<213> mus 


sp. 








<400> 1 
atggagacag 


acacactcct 


gctatgggta ctgctgctct gggttccagg 


atctaccggt 


60 


caaattgttc 


tcacccagtc 


tccagcaatc atgtctgcat ctccagggga 


gaaggtcaca 


120 


atgacttgca 


gggccagctc 


aagtgtaagt tacatgcact ggtaccagca 


gaagccagga 


180 


tcctccccca 


aaccctggat 


ttatgccaca tccaacctgg cttctggagt 


ccctgctcgc 


240 


ttcagtggca 


gtgggtctgg 


gacctcttac tctctcacaa tcagcagagt 


ggaggctgaa 


300 


gatgctgcca 


cttattactg 


ccagcagtgg aatggtaacc cacccgcgtt 


cggtggaggc 


360 


accaagctgg 


aaatcaaacg 


ggctgatgcg gcgccaactg tatccatctt 


cccaccatcc 


420 


agtgagcagt 


taacatctgg 


aggtgcctca gtcgtgtgct tcttgaacaa 


cttctacccc 


480 


aaagacatca 


atgtcaagtg 


gaagattgat ggcagtgaac gacaaaatgg 


cgtcctgaac 


540 


agttggactg 


atcaggacag 


caaagacagc acctacagca tgagcagcac 


cctcacgttg 


600 


accaaggacg 


agtatgaacg 


acataacagc tatacctgtg aggccactca 


caagacatca 


660 


acttcaccca 


ttgtcaagag 


cttcaacagg aatgagtgt 




699 


<210> 2 
<211> 233 
<212> PRT 
<213> mus 


sp. 









<400> 2 

Met Glu Thr Asp. Thr Leu Leu Leu Trp val Leu Leu Leu Trp val pro 
1 5 10 .15 

. Gly ser Thr Gly Gin lie Val Leu Thr Gin Ser Pro Ala lie Met Ser 
20 25 30 

Ala Ser Pro Gly Glu Lys val Thr Met Thr Cys Arg Ala Ser Ser ser 

35 40 • . 45 



Val Ser Tyr Met His Trp Tyr Gin Gin Lys Pro Gly Ser Ser Pro Lys 
50 55 60 
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Pro Trp He Tyr Ala Thr ser Asn Leu Ala ser Gly val Pro Ala Arg 
65 70 75 80 

Phe ser Gly ser Gly ser Gly Thr ser Tyr ser Leu Thr He ser Arg 
85 90 95 

Val Glu Ala Glu Asp Ala Ala Thr Tyr Tyr Cys Gin Gin Trp Asn Gly 
100 105 lib 

Asn Pro Pro Ala Phe Gly Gly Gly Thr Lys Leu Glu lie Lys Arg Ala 
115 120 125 

Asp Ala Ala Pro Thr Val Ser lie Phe Pro Pro Ser Ser Glu Gin Leu 
130 135 140 

Thr ser Gly Gly Ala ser val val Cys Phe Leu Asn Asn Phe Tyr Pro 
145 150 155 160 

Lys Asp He Asn val Lys Trp Lys lie Asp Gly Ser Glu Arg Gin Asn 
165 170 175 

Gly val Leu Asn ser Trp Thr Asp Gin Asp Ser Lys Asp Ser Thr Tyr 
180 185 190 

ser Met ser ser Thr Leu Thr Leu Thr Lys Asp Glu Tyr Glu Arg His 
195 200 205 

Asn ser Tyr Thr cys Glu Ala Thr His Lys Thr ser Thr ser Pro lie 
210 215 220 

val Lys ser Phe Asn Arg Asn Glu Cys 
225 235 



<210> 3 
<211> 1380 
<212> DNA 
<213> mus sp. 










<400> 3 
atggagacag 


acacactcct 


gctatgggta 


ctgctgctct gggttccagg 


atctaccggt 


60 


gaggtccagc 


ttcagcagtc 


aggtcctgag 


ctggtgaaac ctggggcctc 


agtgaagata 


120 


tcctgcaagg 


cttctggata 


cacattcact 


gactacaaca tgcactgggt 


gaagcagagc 


180 


catggaaaga 


gccttgagtg 


gcttggatat 


atttatcctt acaatggtga 


tactggctac 


240 


aaccagaagt 


tcaagagcaa 


ggccacattg 


actgtagaca attcctccag 


cacagcctat 


300 


atggagctcc 


gcagcctgac 


atctgaggac 


tctgcagtct attattgtgt 


aagaggatac 


360 


tactggtttg 


cttactgggg 


ccgagggact 


ctggtcactg tctctacagc 


caaaacgaca 


420 


cccccatctg 


tctatccact 


ggcccctgga 


tctgctgccc aaactaactc 


catggtgacc 


480 
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ctgggatgcc tggtcaaggg ctatttccct gagccagtga cagtgacctg gaactctgga 540 

tccctgtcca gcggtgtgca caccttccca gctgtcctgc agtctgacct ctacactctg 600 

agcagctcag tgactgtccc ctccagcacc tggcccagcg agaccgtcac ctgcaacgtt 660 

gcccacccgg ccagcagcac caaggtggac aagaaaattg tgcccaggga ttgtggttgt 720 

aagccttgca tatgtacagt cccagaagta tcatctgtct tcatcttccc cccaaagccc 780 

aaggatgtgc tcaccattac tctgactcct aaggtcacgt gtgttgtggt agacatcagc 840 

aaggatgatc ccgaggtcca gttcagctgg tttgtagatg atgtggaggt gcacacagct 900 

cagacgcaac cccgggagga gcagttcaac agcactttcc gctcagtcag tgaacttccc 960 

atcatgcacc aggactggct caatggcaag gagttcaaat gcagggtcaa cagtgcagct 1020 

ttccctgccc ccatcgagaa aaccatctcc aaaaccaaag gcagaccgaa ggctccacag 1080 

gtgtacacca ttccacctcc caaggagcag atggccaagg ataaagtcag tctgacctgc 1140 

atgataacag acttcttccc tgaagacatt actgtggagt ggcagtggaa tgggcagcca 1200 

gcggagaact acaagaacac tcagcccatc atggacacag atggctctta cttcgtctac 1260 

agcaagctca atgtgcagaa gagcaactgg gaggcaggaa atactttcac ctgctctgtg 1320 

ttacatgagg gcctgcacaa ccaccatact gagaagagcc tctcccactc tcctggtaaa 1380 

<210> 4 

<211> 459 

<212> PRT 

<213> mus sp. 

<400> 4 

Glu Thr Asp Thr Leu Leu Leu Trp val Leu Leu Leu Trp val Pro Gly 
1 5 10 15 

Ser Thr Gly Glu Val Gin Leu Gin Gin Ser Gly Pro Glu Leu Val Lys 



Thr Asp Tyr Asn Met His Trp val Lys Gin ser His Gly Lys Ser Leu 
50 55 60 

Glu Trp Leu Gly Tyr lie Tyr Pro Tyr Asn Gly Asp Thr Gly Tyr Asn 
65 70 75 80 

Gin Lys Phe Lys ser Lys Ala Thr Leu Thr Val Asp Asn Ser ser Ser 
85 90 95 

Thr Ala Tyr Met Glu Leu Arg ser Leu Thr ser Glu Asp Ser Ala val 
100 105 110 
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Tyr Tyr Cys val Arg Gly Tyr t^p Trp Phe Ala Tyr Tr| Gly Arg Gly 

Thr Leu Val Thr val ser Thr Ala Lys Thr Thr Pro Pro ser val Tyr 
130 135 140 7 

Pro Leu Ala Pro Gly Ser Ala Ala Gin Thr Asn ser Met val Thr Leu 
145 150 155 160 

Gly cys Leu val Lys Gly Tyr Phe Pro Glu Pro val Thr val Thr Trp 
165 170 175 

Asn ser Gly Ser Leu Ser ser Gly val His Thr Phe Pro Ala val Leu 
180 185 190 

Gin Ser Asp Leu Tyr Thr Leu ser Ser ser val Thr val Pro Ser Ser 
195 200 205 

Thr Trp Pro Ser Glu Thr Val Thr cys Asn val Ala His Pro Ala Ser 
210 215 220 

ser Thr Lys val Asp Lys Lys lie val Pro Arg Asp cys Gly cys Lys 
225 230 235 240 

pro cys lie cys Thr val Pro Glu val Ser ser val Phe He Phe Pro 
245 250 255 

Pro Lys Pro Lys Asp val Leu Thr lie Thr Leu Thr Pro Lys val Thr 
260 265 270 

Cys val val Val Asp He ser Lys Asp Asp Pro Glu val Gin Phe ser 
275 280 285 

Trp Phe Val Asp Asp Val Glu val His Thr Ala Gin Thr Gin pro Arg 
290 295 300 

Glu Glu Gin Phe Asn Ser Thr Phe Arg Ser Val ser Glu Leu Pro lie 
305 310 315 320 

Met His Gin Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg val Asn 
325 330 335 

Ser Ala Ala Phe Pro Ala Pro He Glu Lys Thr lie Ser Lys Thr Lys 
340 345 350 

Gly Arg Pro Lys Ala Pro Gin val Tyr Thr lie Pro Pro Pro Lys Glu 
355 360 365 

Gin Met Ala Lys Asp Lys val Ser Leu Thr Cys Met lie Thr Asp phe 
370 375 380 
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rp Gin Trp Asn g _ _ 

385 390 395 400 



Phe pro Glu Asp He Thr val Glu Trp Gin Trp Asn Gly Gin pro Ala 

•*?5 



Glu Asn Tyr Lys Asn Thr Gin Pro lie Met Asp Thr Asp Gly ser Tyr 
405 410 415 

Phe val Tyr Ser Lys Leu Asn Val Gin Lys Ser Asn Trp Glu Ala Gly 
420 425 430 

Asn Thr Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn His His 
435 440 445 

Thr Glu Lys Ser Leu ser His Ser pro Gly Lys 
450 455 

<210> 5 

<211> 699 

<212> DNA 

<213> mus sp. 

<400> 5 

atggagacag acacactcct gctatgggta ctgctgctct gggttccagg atctaccggt 60 

caaattgttc tcacccagtc tccagcaatc atgtctgcat ctccagggga gaaggtcaca 120 

atgacttgca gggccagctc aagtgtaagt tacatgcact ggtaccagca gaagccagga 180 

tcctccccca aaccctggat ttatgccaca tccaacctgg cttctggagt ccctgctcgc 240 

ttcagtggca gtgggtctgg gacctcttac tctctcacaa tcagcagagt ggaggctgaa 300 

gatgctgcca cttattactg ccagcagtgg gatagtaacc cacccgcgtt cggtggaggc 360 

accaagctgg aaatcaaacg ggctgatgct gcaccaactg tatccatctt cccaccatcc 420 

agtgagcagt taacatctgg aggtgcctca gtcgtgtgct tcttgaacaa cttctacccc 480 

aaagacatca atgtcaagtg gaagattgat ggcagtgaac gacaaaatgg cgtcctgaac 540 

agttggactg atcaggacag caaagacagc acctacagca tgagcagcac cctcacgttg 600 

accaaggacg agtatgaacg acataacagc tatacctgtg aggccactca caagacatca 660 

acttcaccca ttgtcaagag cttcaacagg aatgagtgt 699 

<210> 6 

<211> 233 

<212> PRT 

<213> mus sp. 

<400> 6 

Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp val Pro 
1 5 10 15 

Gly Ser Thr Gly Gin lie val Leu Thr Gin ser Pro Ala lie Met ser 
20 25 30 
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Ala Ser Pro Gly Glu Lys val Thr Met Thr cys Arg Ala ser ser ser 
35 40 45 

val ser Tyr Met His Trp Tyr Gin Gin Lys Pro Gly ser ser Pro Lys 
50 55 60 

Pro Trp He Tyr Ala Thr ser Asn Leu Ala ser Gly val Pro Ala Arg 
65 70 75 80 

Phe ser Gly ser Gly ser Gly Thr Ser Tyr ser Leu Thr lie Ser Arg 
85 90 95 

val Glu Ala Glu Asp Ala Ala Thr Tyr Tyr cys Gin Gin Trp Asp ser 
100 105 lib 

Asn Pro Pro Ala Phe Gly Gly Gly Thr Lys Leu Glu lie Lys Arg Ala 
115 120 125 

Asp Ala Ala Pro Thr Val Ser lie Phe Pro Pro Ser Ser Glu Gin Leu 
130 135 140 

Thr Ser Gly Gly Ala Ser val val cys Phe Leu Asn Asn Phe Tyr Pro 
145 150 155 160 

Lys Asp lie Asn Val Lys Trp Lys lie Asp Gly Ser Glu Arg Gin Asn 
165 170 175 

Gly val Leu Asn Ser Trp Thr Asp Gin Asp Ser Lys Asp Ser Thr Tyr 
180 185 190 

ser Met Ser ser Thr Leu Thr Leu Thr Lys Asp Glu Tyr Glu Arg His 
. 195 200 205 

Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr Ser Thr Ser Pro lie 
210 215 220 

val Lys Ser Phe Asn Arg Asn Glu Cys 
225 230 

<210> 7 

<211> 1380 

<212> DNA 

<213> mus sp. 

<400> 7 

atggagacag acacactcct gctatgggta ctgctgctct gggttccagg atctaccggt 

gaggtccagc ttcagcagtc aggtcctgag ctggtgaaac ctggggcctc agtgaagata 120 

tcctgcaagg cttctggata cacattcact gactacaaca tgcactgggt gaagcagagc 180 

catggaaaga gccttgagtg gcttggatat atttatcctt acaatggtga tactggctac 240 

aaccagaagt tcaagagcaa ggccacattg actgtagaca attcctccag cacagcctat 300 
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atggagctcc gcagcctgac atctgaggac tctgcagtct attattgtgt aagaggatac 360 

tactggtttg cttactgggg ccaagggact ctggtcactg tctctacagc caaaacgaca 420 

cccccatctg tctatccact ggcccctgga tctgctgccc aaactaactc catggtgacc 480 

ctgggatgcc tggtcaaggg ctatttccct gagccagtga cagtgacctg gaactctgga 540 

tccctgtcca gcggtgtgca caccttccca gctgtcctgc agtctgacct ctacactctg 600 

agcagctcag tgactgtccc ctccagcacc tggcccagcg agaccgtcac ctgcaacgtt 660 

gcccacccgg ccagcagcac caaggtggac aagaaaattg tgcccaggga ttgtggttgt 720 

aagccttgca tatgtacagt cccagaagta tcatctgtct tcatcttccc cccaaagccc 780 

aaggatgtgc tcaccattac tctgactcct aaggtcacgt gtgttgtggt agacatcagc 840 

aaggatgatc ccgaggtcca gttcagctgg tttgtagatg atgtggaggt gcacacagct 900 

cagacgcaac cccgggagga gcagttcaac agcactttcc gctcagtcag tgaacttccc 960 

atcatgcacc aggactggct caatggcaag gagttcaaat gcagggtcaa cagtgcagct 1020 

ttccctgccc ccatcgagaa aaccatctcc aaaaccaaag gcagaccgaa ggctccacag 1080 

gtgtacacca ttccacctcc caaggagcag atggccaagg ataaagtcag tctgacctgc 1140 

atgataacag acttcttccc tgaagacatt actgtggagt ggcagtggaa tgggcagcca 1200 

gcggagaact acaagaacac tcagcccatc atggacacag atggctctta cttcgtctac 1260 

agcaagctca atgtgcagaa gagcaactgg gaggcaggaa atactttcac ctgctctgtg 1320 

ttacatgagg gcctgcacaa ccaccatact gagaagagcc tctcccactc tcctggtaaa 1380 

<210> 8 
<211> 460 
<212> PRT 
<213> mus sp. 

<400> 8 

Met Glu Thr Asp Thr Leu Leu Leu Trp val Leu Leu Leu Trp val Pro 
15 10 15 



Gly Ser Thr Gly Glu val Gin Leu Gin Gin Ser Gly Pro Glu Leu val 
20 25 30 



Lys Pro Gly Ala Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Thr 
35 40 45 



Phe Thr Asp Tyr Asn Met His Trp val Lys Gin ser His Gly Lys ser 
50 55 60 



Leu Glu Trp Leu Gly Tyr lie Tyr Pro Tyr Asn Gly Asp Thr Gly Tyr 
65 70 75 80 



Asn Gin Lys Phe Lys Ser Lys Ala Thr Leu Thr Val Asp Asn Ser ser 
85 90 95 
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ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Thr ser Glu Asp Ser Ala 
100 105 110 

val Tyr Tyr cys val Arg Gly Tyr Tyr Trp Phe Ala Tyr Trp Gly Gin 
115 liO 125 

Gly Thr Leu Val Thr val Ser Thr Ala Lys Thr Thr Pro Pro Ser val 
130 135 140 

Tyr Pro Leu Ala Pro Gly Ser Ala Ala Gin Thr Asn Ser Met val Thr 
145 150 155 160 

Leu Gly Cys Leu val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val Thr 
165 170 175 

Trp Asn Ser Gly Ser Leu Ser ser Gly val His Thr Phe Pro Ala val 
180 185 190 

Leu Gin ser Asp Leu Tyr Thr Leu ser Ser Ser val Thr Val Pro ser 
195 200 205 

Ser Thr Trp Pro Ser Glu Thr val Thr Cys Asn Val Ala His Pro Ala 
210 215 220 

Ser Ser Thr Lys Val Asp Lys Lys lie val Pro Arg Asp Cys Gly Cys 
225 230 235 240 

Lys Pro Cys lie cys Thr val Pro Glu Val Ser Ser val Phe lie Phe 
245 250 255 

Pro Pro Lys Pro Lys Asp val Leu Thr lie Thr Leu Thr Pro Lys val 
260 265 270 

Thr Cys val val val Asp lie ser Lys Asp Asp Pro Glu val Gin Phe 
275 280 285 

Ser Trp Phe Val Asp Asp val Glu Val His Thr Ala Gin Thr Gin Pro 
290 295 300 

Arg Glu Glu Gin Phe- Asn Ser Thr Phe Arg Ser Val Ser Glu Leu Pro 
305 310 315 320 

lie Met His Gin Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg val 
325 330 335 

Asn Ser Ala Ala Phe Pro Ala Pro He Glu Lys Thr lie Ser Lys Thr 
340 345 350 

Lys Gly Arg Pro Lys Ala Pro Gin val Tyr Thr lie Pro Pro Pro Lys 
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Glu Gin Met Ala Lys Asp Lys val ser Leu Thr Cys Met He Thr Asp 
370 375 380 

Phe Phe Pro Glu Asp lie Thr Val Glu Trp Gin Trp Asn Gly Gin Pro 
385 390 395 400 

Ala Glu Asn Tyr Lys Asn Thr Gin Pro lie Met Asp Thr Asp Gly ser 
405 410 415 

Tyr Phe val Tyr Ser Lys Leu Asn val Gin Lys Ser Asn Trp Glu Ala 
420 425 430 

Gly Asn Thr Phe Thr Cys ser Val Leu His Glu Gly Leu His Asn His 
435 440 445 

His Thr Glu Lys ser Leu Ser His Ser Pro Gly Lys 
450 455 460 

<210> 9 

<211> 702 

<212> DNA 

<213> mus sp. 

<400> 9 

atggagacag acacactcct gctatgggta ctgctgctct gggttccagg atctaccggt 60 

gacgtccaga taacccagtc tccatcctcc ttatctgcct ctctgggaga aagagtcagt 120 

ctcacttgtc gggcaagtca ggaaattagt ggttacttaa gctggcttca gcagaaacca 180 

gatggaacta ttaaacgcct gatctacgcc acatccagtt tagattctgg tgtccccaaa 240 

aggttcagtg gcagtaggtc tgggtcagat tattctctca ccatcagcag ccctgagtct 300 

gaagattttg tagactatta ctgtctacaa tatgctagtt ctccgtacac gtttggaggg 360 

gggaccaagc tggaaataaa acgggctgat gctgcaccaa ctgtatccat cttcccacca 420 

tccagtgagc agttaacatc tggaggtgcc tcagtcgtgt gcttcttgaa caacttctac 480 

cccaaagaca tcaatgtcaa gtggaagatt gatggcagtg aacgacaaaa tggcgtcctg 540 

aacagttgga ctgatcggga cagcaaagac agcacctaca gcatgagcag caccctcacg 600 

ttgaccaagg acgagtatga acgacataac agttatacct gtgaggccac tcacaagaca 660 

tcaacttcac ccattgtcaa gagcttcaac aggaatgagt gt 702 

<210> 10 

<211> 234 

<212> PRT 

<213> mus sp. 

<400> 10 

Met Glu Thr Asp Thr Leu Leu Leu Trp val Leu Leu Leu Trp val Pro 
15 10 15 
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Gly ser Thr Gly Asp val Gin He Thr Gin Ser Pro Ser Ser Leu ser 
20 25 30 

Ala ser Leu Gly Glu Arg Val Ser Leu Thr Cys Arg Ala Ser Gin Glu 
35 40 45 

He ser Gly Tyr Leu Ser Trp Leu Gin Gin Lys Pro Asp Gly Thr He 
50 55 60 

Lys Arg Leu He Tyr Ala Thr ser Ser Leu Asp ser Gly Val Pro Lys 
65 70 75 80 

Arg Phe ser Gly ser Arg ser Gly Ser Asp Tyr Ser Leu Thr lie Ser 
85 90 95 

ser Pro Glu ser Glu Asp Phe Val Asp Tyr Tyr Cys Leu Gin Tyr Ala 
100 105 110 

ser ser Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu He Lys Arg 
115 120 125 

Ala Asp Ala Ala Pro Thr val Ser lie Phe Pro Pro Ser ser Glu Gin 
130 135 140 

Leu Thr ser Gly Gly Ala ser val val cys Phe Leu Asn Asn Phe Tyr 
145 150 155 160 

Pro Lys Asp lie Asn val Lys Trp Lys lie Asp Gly ser Glu Arg Gin 
165 170 175 

Asn Gly val Leu Asn Ser Trp Thr Asp Arg Asp Ser Lys Asp ser Thr 
180 185 ? 190 

Tyr Ser Met Ser ser Thr Leu Thr Leu Thr Lys Asp Glu Tyr Glu Arg 
195 200 205 

His Asn ser Tyr Thr Cys Glu Ala Thr His Lys Thr ser Thr ser Pro 
210 215 220 

lie Val Lys Ser Phe Asn Arg Asn Glu cys 
225 230 

<210> 11 

<211> 1392 

<212> DNA 

<213> mus sp. 

<400> 11 

atggagacag acacactcct gctatgggta ctgctgctct gggttccagg atctaccggt 60 

gaggttcagc tgcagcagtc tggggctgcg ctgatgaggc ctggggtctc agtgaagatt 120 
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tcctgcaagg gttctggcta cacattcact gattatacta tgcactgggt gaagcagagt 180 

catgcaaaga gtctagagtg gattggactt attactcctt tctatggtga tgctatatac 240 

aaccagaagt tcaagggcaa ggccacaatg actgtagaca aatcctccag cacagcctat 300 

atggaacttg ccagactgac atctgatgat tctgccatct attactgtac aaggggggga 360 

ttacgacgcg gacccccttt tgcttactgg ggccaaggga ctctggtcac tgtctctgca 420 

gccaaaacga cacccccatc tgtctatcca ctggcccctg gatctgctgc ccaaactaac 480 

tccatggtga ccctgggatg cctggtcaag ggctatttcc ctgagccagt gacagtgacc 540 

tggaactctg gatccctgtc cagcggtgtg cacaccttcc cagctgtcct gcagtctgac 600 

ctctacactc tgagcagctc agtgactgtc ccctccagca cctggcccag cgagaccgtc 660 

acctgcaacg ttgcccaccc ggccagcagc accaaggtgg acaagaaaat tgtgcccagg 720 

gattgtggtt gtaagccttg catatgtaca gtcccagaag tatcatctgt cttcatcttc 780 

cccccaaagc ccaaggatgt gctcaccatt actctgactc ctaaggtcac gtgtgttgtg 840 

gtagacatca gcaaggatga tcccgaggtc cagttcagct ggtttgtaga tgatgtggag 900 

gtgcacacag ctcagacgca accccgggag gagcagttca acagcacttt ccgctcagtc 960 

agtgaacttc ccatcatgca ccaggactgg ctcaatggca aggagttcaa atgcagggtc 1020 

aacagtgcag ctttccctgc ccccatcgag aaaaccatct ccaaaaccaa aggcagaccg 1080 

aaggctccac aggtgtacac cattccacct cccaaggagc agatggccaa ggataaagtc 1140 

agtctgacct gcatgataac agacttcttc cctgaagaca ttactgtgga gtggcagtgg 1200 

aatgggcagc cagcggagaa ctacaagaac actcagccca tcatggacac agatggctct 1260 

tacttcgtct acagcaagct caatgtgcag aagagcaact gggaggcagg aaatactttc 1320 

acctgctctg tgttacatga gggcctgcac aaccaccata ctgagaagag cctctcccac 1380 

tctcctggta aa 1392 

<210> 12 

<211> 464 

<212> prt 

<213> mus sp. 

<400> 12 

Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro 
1 5 10 15 

Gly Ser Thr Gly Glu val Gin Leu Gin Gin Ser Gly Ala Ala Leu Met 
20 25 30 

Arg Pro Gly val ser val Lys lie ser cys Lys Gly Ser Gly Tyr Thr 
35 40 45 

Phe Thr Asp Tyr Thr Met His Trp val Lys Gin Ser His Ala Lys Ser 
50 55 60 
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Leu Glu Trp lie 61 y Leu lie Thr Pro Phe Tyr Gly Asp Ala lie Tyr 
65 70 75 80 



Asn Gin Lys Phe Lys Gly Lys Ala Thr Met Thr val Asp Lys Ser Ser 
85 90 95 



Ser Thr Ala Tyr Met Glu Leu Ala Arg Leu Thr ser Asp Asp Ser Ala 
100 105 110 



lie Tyr Tyr Cys Thr Arg Gly Gly Leu Arg Arg Gly Pro Pro Phe Ala 



Tyr Trp Gly Gin Gly Thr Leu val Thr Val Ser Ala Ala Lys Thr Thr 
130 135 140 



Pro pro Ser val Tyr Pro Leu Ala Pro Gly Ser Ala Ala Gin Thr Asn 
145 150 155 160 



Ser Met val Thr Leu Gly Cys Leu val Lys Gly Tyr Phe pro Glu Pro 
165 170 175 



val Thr val Thr Trp Asn ser Gly ser Leu ser ser Gly val His Thr 
180 185 190 



Phe pro Ala val Leu Gin ser Asp Leu Tyr Thr Leu Ser Ser Ser val 
195 200 205 



Thr val Pro Ser Ser Thr Trp Pro Ser Glu Thr Val Thr cys Asn Val 



Ala His Pro Ala Ser ser Thr Lys val Asp Lys Lys lie val Pro Arg 
225 230 235 240 



Asp Cys Gly Cys Lys pro Cys lie cys Thr val Pro Glu val ser Ser 
245 250 255 



val Phe lie Phe Pro Pro Lys Pro Lys Asp val Leu Thr lie Thr Leu 
260 265 270 



Thr Pro Lys val Thr cys val val Val Asp lie Ser Lys Asp Asp Pro 
275 280 285 



Glu val Gin Phe Ser Trp Phe Val Asp Asp val Glu val His Thr Ala 
290 295 300 



Gin Thr Gin Pro Arg Glu Glu Gin Phe Asn Ser Thr Phe Arg ser val 
305 310 315 320 



Ser Glu Leu Pro He Met His Gin Asp Trp Leu Asn Gly Lys Glu Phe 



210 




220 
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325 330 335 

Lys cys Arg val Asn ser Ala Ala Phe Pro Ala Pro lie 61 u Lys Thr 
340 345 350 

He ser Lys Thr Lys Gly Arg pro Lys Ala Pro Gin vaT Tyr Thr He 
355 360 365 

Pro Pro Pro Lys Glu Gin Met Ala Lys Asp Lys Val Ser Leu Thr Cys 
370 375 380 

Met lie Thr Asp Phe Phe Pro Glu Asp lie Thr Val Glu Trp Gin Trp 
385 390 395 400 

Asn Gly Gin Pro Ala Glu Asn Tyr Lys Asn Thr Gin Pro lie Met Asp 
405 410 415 

Thr Asp Gly ser Tyr Phe Val Tyr Ser Lys Leu Asn val Gin Lys Ser 
420 425 430 

Asn Trp Glu Ala Gly Asn Thr Phe Thr Cys Ser val Leu His Glu Gly 
435 440 445 

Leu His Asn His His Thr Glu Lys Ser Leu Ser His ser Pro Gly Lys 
450 455 460 

<210> 13 
<211> 10 
<212> . PRT 
<213> mus sp. 

<400> 13 

Gly Tyr Thr Phe Thr Asp Tyr Asn Met His 
1 5 10 

<210> 14 

<211> 17 

<212> PRT 

<213> mus sp. 

<400> 14 

Tyr lie Tyr Pro Tyr Asn Gly Asp Thr Gly Tyr Asn Gin Lys Phe Lys 
1 5 10 15 

ser 



<210> 15 

<211> 7 

<212> prt 

<213> mus sp. 

<400> 15 
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Gly Tyr Tyr Trp Phe Ala Tyr 

<210> 16 

<211> 10 

<212> PRT 

<213> mus sp. 

<400> 16 

Gly Tyr Thr Phe Thr Asp Tyr Asn Met His 
15 10 

<210> 17 

<211> 17 

<212> PRT 

<213> mus sp. 

<400> 17 

Tyr lie Tyr pro Tyr Asn Gly Asp Thr Gly Tyr Asn Gin Lys Phe Lys 
Ser 



<210> 18 

<211> 7 

<212> PRT 

<213> mus sp. 

<400> 18 



Gly Tyr Tyr Trp Phe Ala Tyr 

<210> 19 

<211> 10 

<212> PRT 

<213> mus sp. 

<400> 19 

Gly Tyr Thr Phe Thr Asp Tyr Thr Met His 
1 5 10 

<210> 20 

<211> 17 

<212> PRT 

<213> mus sp. 

<400> 20 

Leu lie Thr pro Phe Tyr Gly Asp Ala lie Tyr Asn Gin Lys Phe Lys 
1 5 10 15 

Gly 
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<210> 21 
<211> 11 
<212> PRT 
<213> raus sp. 

<400> 21 

Gly Gly Leu Arg Arg Gly Pro Pro Phe Ala Tyr 
1 » 5 » * 10 



<210> 22 

<211> 10 

<212> PRT 

<213> mus sp. 

<400> 22 

Arg Ala Ser Ser ser val Ser Tyr Met His 
15 10 



<210> 23 

<211> 7 

<212> PRT 

<213> mus sp. 

<400> 23 

Ala Thr Ser Asn Leu Ala ser 
1 5 



<210> 24 

<211* 9 

<212> PRT 

<213> mus sp. 

<400> 24 

Gin Gin Trp Asn Gly Asn Pro Pro Ala 

1 5 - 



<210> 25 

<211> 10 

<212> PRT 

<213> mus sp. 

<400> 25 

Arg Ala Ser Ser ser val Ser Tyr Met His 
15 10 



<210> 26 

<211> 7 

<212> PRT 

<213> mus sp. 

<400> 26 

Ala Thr ser Asn Leu Ala ser 
1 5 
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<210> 27 
<211> 9 
<212> PRT 
<213> mus sp. 

<400> 27 

Gin Gin Trp Asp |er Asn Pro Pro Ala 



<210> 28 

<211> 11 

<212> PRT 

<213> mus sp. 

<400> 28 

Arg Ala ser Gin Glu lie ser Gly Tyr Leu Ser 
1 5 10 



<210> 29 

<211> 7 

<212> PRT 

<213> mus sp. 

<400> 29 

Ala Thr Ser Ser Leu Asp ser 
1 5 



<210> 30 

<211> 9 

<212> PRT 

<213> mus sp. 

<400> 30 

Leu Gin Tyr Ala ser Ser Pro Tyr Thr 
1 5 
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